In this MS, the authors introduce a new method to estimate the 9 condensed IBD coefficients from high throughput sequencing data (with genotyping errors). It is implemented in the software package ngsRelateV2, which is a major revision of ngsRelateV1. The new software can estimate inbreeding, and estimate relatedness correctly in the presence of inbreeding. The authors demonstrated the accuracy of the method by analyzing some simulated data. It is a valuable paper worth publishing. I have the following comments for the authors to consider in revision. 1. It is claimed that the 9 IBD configurations cannot be identified and the 9 corresponding IBD coefficients cannot be inferred from biallelic data, such as SNPs. The reference is CsÅ±rÃ ¶s, M., 2014. Non-identifiability of identity coefficients at biallelic loci. Theoretical population biology, 92, pp.22-29. What do you think? 2. You missed a relevant paper, Wang, J., 2007. Triadic IBD coefficients and applications to estimating pairwise relatedness. Genetics Research, 89(3), pp.135-153. In this paper, a likelihood method was proposed to estimate the 9 condensed IBD coefficients from marker (microsatellites or SNPs) data with possible genotyping errors. The method is implemented in the software Coancestry (the inbreeding model). 3. There are now many published NGS data. Why not analysing a real dataset to demonstrate the new method? Real data are much more complicated than simulated data. But your method and software is for applications to real data, not simulated data. 4. It is unclear to me which algorithm is used to maximize the likelihood for the estimation of the IBD coefficients. How reliable and how fast is the algorithm? Do you need some initial IBD coefficient values to start searching the ML estimates? How do you choose the initial values? Are the results reliant on initial points? These need to be clarified (though not detailed to save space).
